SEQUENCE LISTING 



<110> Braselmann, Sylvia 

<120> Nucleotide Sequences that Encode 

Phosphatidylinositol-3' Kinase Associated Protei 
Uses Thereof 



<130> 1027-DIV1 



<140> Unknown 
<141> 2000-10-13 

<150> 08/942,008 
<151> 1997-10-01 

<150> 60/030,103 
<151> 1996-11-01 

<160> 2 



<170> Patentln Ver. 2.0 

<210> 1 
<211> 2307 
<212> DNA 
<213> PI3' Kinase 



<220> 
<221> CDS 

<222> Complement ( (162) (1928) ) 
<400> 1 

ctcgaggggc atcgcgccgc ccggcgcgcg ccgcccccct gcctcgcggc gcggggtctc 60 

gcgggccccg ctcccgccct ccgctcgcct ggcccggacc ggaagcggcg ccgcacggcc 120 

tgggcctggc gcggggggcg ggcaccgggg cccggtcgga c atg ggc aag aag cac 176 

Met Gly Lys Lys His 
1 5 

aag aag cac aag teg gac aaa cac etc tac gag gag tat gta gag aag 224 
Lys Lys His Lys Ser Asp Lys His Leu Tyr Glu Glu Tyr Val Glu Lys 
10 15 20 

ccc ttg aag ctg gtc etc aaa gta gga ggg aac gaa gtc acc gaa etc 272 
Pro Leu Lys Leu Val Leu Lys Val Gly Gly Asn Glu Val Thr Glu Leu 
25 30 35 



45 50 



z =: z z z z z z z z z z z z z z 



320 



368 



60 65 



5 - = - - s s - £ s z z z z z si 

- = z Z Z Z Z Z Z Z Z Z S z s s >. 

90 9 5 100 a. 

g!u Lv" T T ^ CCt a * a tta ttg cct cat 512 0 

Glu Lys Asp Leu Gin Cys His Ala Pro Val Arg Leu Asp Leu Pro Pro UJ 

1Ub 110 11c -J 



416 



464 



el! z g s it h: ; c : z t:t r r aaa caa gaa gaa gta ^ I 

120 LYS Gln G1U G1U Val Glu Gin § 

125 130 ^ 



Thr Z HI Gin G^ aT t"* *** ^ CM C ^ «*• «>8 ^ 

Pro Leu Gin Glu Ala Leu Asn Gin Leu Met Arg Gin Leu Gin Arg & 

140 145 y CD 



608 CO 



aaa gat cca agt get ttc ttt tea ttt cct gtg act gat ttt att act 
Lys Asp Pro Ser Ala Phe Phe Ser Phe Pro val Thr ^ HI HI 

160 



165 



- - - - 2 - - - = - 2 £ s z s 2 

170 nc 

1/5 180 

Lys 3 gTu L 3 ! T T 9 aat tCC ata ct. aag 

Lys Glu Lys lie Lys Asn Asn Asp Tyr Gin Ser lie Glu Glu Leu Lys 

185 1Q 0 195 

S As" ^ T T ^ t9t ^ ^ gCC at * tac aat aaa cca 
Asp Asn Phe Lys Leu Met Cys Thr Asn Ala Met lie Tyr Asn Lys Pro 

205 210 

Z Z T. Z £ HI iz zi r «« «■ - ^ w «, 

215 Y Y Ala Ala L ^ S L ^ S Le ^ His Ser Gly Met 



656 



704 



752 



800 



848 



220 225 



2 



Lys Tit T rT 350 Ctg aa * Ca <> ^ -ta gac 

Lys lie Leu Ser Gin Glu Arg Ile Gln Ser Leu Lys Gln Ser Jle ^ 

235 240 245 

Phe Me't lit I" rT ^ *** ^ 333 * at aca gac 
Phe Met Ala Asp Leu Gln Lys Thr Arg Lys Gln Lys Asp Gly Thr Asp 



896 



944 



250 

Zb5 260 



Thr Ser rT T rT " 9 ^ "* " C tgC ^ <** *** *** aga W 

Thr Ser Gln Ser Gly Glu Asp Gly Gly Cys Trp Gln Arg Glu Arg Glu 



gag 992 



270 



275 



As'p ser gT T IT *" ^ ^ 9 ° C " C M * a * CCC ^ — gaa 

Asp Ser Gly Asp Ala Glu Ala His Ala Phe Lys Ser Pro Ser Lys Glu 

290 

aat aaa aag aaa gac aaa gat atg ctt gaa gat aag ttt aaa age aat 
Asn Lys Lys Lys Asp Lys Asp Met Leu Glu Asp Lys' Phe Lys Z 1st 

300 305 

aat tta gag aga gag cag gag cag ctt gac cgc ate gtg aag gaa tct 
Asn Leu Glu Arg Glu Gln Glu Gln Leu Asp Arg lie Vai Ly * ^ £ 



320 



gIv Sv r tg T a " C " gtg agt ^ ^ 5aa ttt gaa 

Gly Gly Lys Leu Thr Arg Arg Leu Val Asn Ser Gln Cys Glu Phe Glu 



330 335 



340 



aga aga aaa cca gat gga aca acg acg ttg gga ctt etc cat cct gtq 
Arg Arg Lys Pro Asp Gly Thr Thr Thr Leu Gly Leu Lgu ^ ^ ^ 



1040 



1088 



1136 



1184 



1232 



345 350 



355 >. 

Q. 



1280 § 

360 • 3 65 370 tU 

Thr Thr III Z T r7 T '<* ^ ^ ™ " C aaa. "28 ^ 

Thr Gly Arg Leu Gln Ser Gly Val Asn Thr Leu Gln Gly Phe Lys d 

375 3 80 385 J 



gag gat aaa agg aac aaa gtc act cca gtg tta tat ttg aat tat gga 1 376 
Glu Asp Lys Arg Asn Lys Val Thr Pro Val Leu Tyr Leu Asn Tyr ITy _ 

395 4 °0 405 £ 



ccc tac agt tct tat gca ccg cat tat gac tec aca ttt gca aat ate 
Pro Tyr Ser Ser Tyr Ala Pro His Tyr Asp Ser Thr Phe Ala Asn ill 
410 415 42Q 



1424 



3 



age aag gat gat tct gat tta ate tat tea acc tat ggg gaa gae tet 1472 
Ser Lys Asp Asp Ser Asp Leu lie Tyr Ser Thr Tyr Gly Glu Asp Ser 
425 430 435 

gat ctt cca agt gat tte age ate eat gag ttt ttg gee aeg tgc caa 1520 

LSU I™ Ser Phe Ser lie His Glu Phe Leu l la J £ ^ 1520 

440 445 



450 



I"! T 9 T 9tC atg gCa * at ^ "a etg gat gtt tta aea aaa 15 
Asp Tyr Pro Tyr Val Met Ala Asp Ser Leu Leu Asp Val Leu Thr Lys 

455 460 y 



68 



465 



Glv rf h T a " 999 3tg gag at ^ tea ttg eet gaa 1616 

Gly Gly Hxs Ser Arg Thr Leu Gin Glu Met Glu Met Ser Leu Pro Glu 

470 475 480 485 

12 rT rT T 399 C " gaC aCa ^ a aaa *aa atg gag eag 16 
Asp Glu Gly axs Thr Arg Thr Leu Asp Thr Gly Lys Glu Met Glu Gin 



64 



490 495 



500 



lie Thr cT f 3 ° Ca ^ ^ " g gaC tCC a ^ act caa 9" 1712 
He Thr Glu Val Glu Pro Pro Gly Arg Leu Asp Ser Ser Thr Gin Asp 

505 515 

agg etc ata geg etg aaa gea gta aea aat ttt gge gtt eea' gtt gaa 1760 

Arg Leu e Ala Leu Lys Ala Val Thr Asn Phe Gly Val Pro Val Glu 

520 525 530 

Ph fc T C 9Ct 3ta " C Cag aag aaa c " gat gag 1808 

Val Phe Asp Ser Glu Glu Ala Glu lie Phe Gin Lys Lys Leu lsp Glu 

535 540 



545 



Thr Thr Z ^ t" *" C * 9 933 gCC Cag aat c ^ ttg 18 56 

Thr Thr Arg Leu Leu Arg Glu Leu Gin Glu Ala Gin Asn Glu Arg Leu 



555 • 560 565 



age acc aga eee eet ggg aac atg ate tgt etc ttg ggt ece tea tea 1904 
Ser Thr Arg Pro Pro Gly Asn Met lie C ys Leu Leu Gly Pro Ser Ser 

580 



570 575 



Gl! Lvs T T tt9 aaC ^ tgaCCaataa tcttaaagaa ttgeacagea 1958 

Glu Lys Cys He Leu Leu Asn Lys 

585 

agtaaetcea ggtgatatcg taageacgta tggagttcga aaagcaatgg ggatttceat 2018 
tccttccccc gteatggaaa acaactttgt ggatttgaea gaagacactg aagaaectaa 2078 



t • 

aaa93C99at gtt * at ^ ^cgacctgg tggaagttga ggctgcctgg tatttgatta 2138 
tatattatgt acatactttt tcattcttaa cttagaaatg cttttcagaa gatattaaat 2198 
atttgtaaat tgtgttttta attaaacttt tggaacagcg aatttggatg ttccagaggt 2258 
tggacttgta ttaggtaata aagctggacc tgggactcgt gaggaagga 



<210> 2 
<211> 589 
<212> PRT 
<213> PI3» Kinase 



<400> 2 

Met Gly Lys Lys His Lys Lys His Lys Ser Asp Lys His Leu Tyr Glu 



10 15 



20 25 30 

Glu Val Thr Glu Leu ser Thr Qly l ^ 

5 40 45 

55 60 
Lys Arg Lys Lys Gly Giu Lys Gln Ile PrQ Qly ^ ^ ^ ^ ^ 

75 80 



95 



Glu «» Vax Clu G1 „ „, r Pto Leu G1 „ „„ Ma leu ftsn 

135 14Q 

Arg Gin Leu Gin Arg Lys Asp P ro Ser Ala P he P he Ser Phe Pro Val 

150 -jcc 

ibb 160 



2307 



Val Glu Asn Glu Ala Glu Lys Asp Leu Gin Cys His Ala Pro Val Arg 

100 • 105 110 > 

Leu Asp Leu Pro Pro Glu Lys Pro Leu Thr Ser Ser Leu Ala Lys Gln O 
115 120 125 Q 

LU 
CD 

5 

< 



Thr Asp Phe lie Ala Pro Gly Tyr Ser Met Ue Lys ^ ^ H 

• 165 17 ° 175 ui 

5 



Asp Phe Ser Thr Met Lys Glu Lys lie Lys Asn Asn 



180 



185 



Asp Tyr Gin Ser 
190 



Leu 
240 



He Glu Glu Leu Lys Asp Asn Phe Lys Leu Met Cys Thr Asn Ala Met 
195 200 2Q5 

He Tyr Asn Lys Pro Glu Thr lie Tyr Tyr Lys Ala Ala Lys Lys Leu 

215 220 

Leu His Ser Gly Met Lys lie Leu Ser Gin Glu Arg lie Gln Ser 
5 230 235 

Lys Gin Ser lie Asp Phe Met Ala Asp Leu Gin Lys Thr Arg Lys Gin 
245 2 50 255 

Lys Asp Gly Thr Asp Thr Ser Gin Ser Gly Glu Asp Gly Gly Cys Trp 
260 2 65 2 70 

Gin Arg Glu Arg Glu Asp Ser Gly Asp Ala Glu Ala His Ala Phe Lys 
275 280 285 

Ser Pro Ser Lys Glu Asn Lys Lys Lys Asp Lys Asp Met Leu Glu Asp 



300 



Lys Phe Lys Ser Asn Asn Leu Glu Arg Glu Gin Glu Gin Leu 



310 



315 



Asp Arg 
320 



He Val Lys Glu Ser Gly Gly Lys Leu Thr Arg Arg Leu Val Asn Ser 



325 



330 



335 



Gin Cys Glu Phe Glu Arg Arg Lys Pro Asp Gly Thr Thr Thr Leu Gly 

O40 OAT 1 

J45 350 



Leu Leu His Pro Val Asp Pro He Val Gly Glu 



355 



360 



Pro Gly Tyr Cys Leu 
365 



Val Arg Leu Gly Met Thr Thr Gly Arg Leu Gin Ser Gly Val Asn Thr 

375 .380 

Leu Gin Gly Phe Lys Glu Asp Lys Arg Asn Lys Val Thr Pro Val Leu 

390 395 400 

Tyr Leu Asn Tyr Gly Pro Tyr Ser Ser Tyr Ala Pro His Tyr Asp Ser 

405 410 415 

Thr Phe Ala Asn lie Ser Lys Asp Asp Ser Asp Leu lie Tyr Ser Thr 



420 



425 



430 



# 



*»r ^ «u Asp Ser Asp Leu Pto s „ flsp ^ ^ ^ 

^ U 445 
- M. C y5 G1 „ flsp p „ Iyr val flu 

4 " 460 
Asp V.1 Le U Thr Lys G ly a , Bis S9t Atg 



470 



475 



Met Glu 
480 

Met Ser Leu Pro Glu Asp Glu Gly His Thr Ara Thr r n 

4ftq y nr Ar 9 Thr Leu Asp Thr Gly 

490 

<U» Met „ u G1 „ Ile Thr Glu pM ^ J ^ 



510 



»« Ser £ Gln flsp flr , L9 „ ne u> im ^ Ma ^ 

520 525 

Gly Val Pro val Glu Val Phe Asp Ser Glu Glu 



Phe 



535 



Ala Glu He Phe Gin 



540 



Lys Lys Leu Asp Glu Thr Thr- t 

545 „! Arg LSU Leu A ^ Glu Leu Gin Glu Al 

. 555 56 

" n " U ^ £ S - T - ^ »o Pro 61y Asn Me t ne Cys Leu 



a 
560 



565 

Leu Gly Pro Ser Ser Glu Lys 
580 



570 

Cys He Leu Leu Asn Lys 
585 



575 



>■ 

Q. 

o 

o 

LIS 
-J 
00 



< 

CO 
LU 

00 
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